Error 33: YPO3723

ORF location (reading frame : base position): COchrom1:4167022-4167372

Peptide: AATQNTPAATGQVQSLTR
MS-GF p-value: 4.51E-19

San | Charge |><u:-:|rr | Sp | DeltaCrh | ORF | Feplide
2464 2 3.8359 437.2 04123 COchrorn 1 A1E7022-1167372 K AATONTPAATGAVOSLTR.G
COchrom1_4167022_4167372 #2464 RT: 13.49 AV: 1 NL: 1.78E5
T: ITMS + ¢ NSI d Full ms2 908.66@cid35.
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m/z
# [immon | B | be+ | besH20| berMHZ| bH20 | bMH2 | Seq | v | wer | peeH20 | peeNHE| pH20 | pNH3 | H
Fragment Ladder (cyan shows 1 4405 A 191494 90797 69897 69945 179692 179791 18
ions that match, yellow shows 2 4405 14308 A | 174390 [VE724E) VEEI4E) VBEASAY 172503 | 172687 17
ions with shoulders) : 3 7406 24413 22612 T | 167286 | B3693 62793 82842 165485 165583 | 16
410107 37213 3418 35516 0 1571.81 78641 77740 7780 155380 155473 15
5 8706 | 4BEZ3 46822 (dBA200 N 144375 7223s | 71338 71357 142574 142873 14
F 7406  GA7.28 BR9Z7 57025 T 132971 FEG53E | E56.35 | GOEES 131170 131269 13
7 7007 EG4.33 BRE3Z | BE731 | P 122866 B1484 E05E3 c0c32 121085 121164 12
B 4405 75R.37 7araE 7IEE4 A 113161 56T | 5530 | 55780 111380 111458 11
3 4405 82641 41371 40470 40519 | G0BM40 90938 A 10B0S7 53079 52179 52228 104256 104355 10
10 7405 92745  464.23 | 4BB23 4572 o0944 91043 T 98964 49527  4BE27  4EBE7E 97153 | 97261 9
1 3003 98448 49274 | 48374 48423 OG64E 95745 G GO849 44475 43574 43623 o7048 | 7146 5
12 1007 (111263 65677 54777 54826 109452 108551 O | @3147 41624 40723 | 40772 B134E 1444 7
13 7208 121160 EOR30 | 59730 59779 119358 119458 v | 70341 8540 GEE3S | B
14 10107 133966 67033 65133 6162 132165 132263 O | GO04.34 58633 56731 &
15 G004 142669 71965 70484 0534 408G 140957 5 476.28 456,27 45926 4
16| 8610 (153278 77039 | 76139 | 75166 | 152177 12275 L | 38925 724 | 37222 | 3
17| 7406 164082 82052 | &11.91 | §1240 | 162261 162380 T | 27617 25016 26914 2
18 12811 R 17512 158.08 | 1




Error 47: YPO2654.5
ORF location (reading frame : base position): COchrom6:2982147-2982434

Peptide: DAAAFNLHLNSQHK
MS-GF p-value: 9.38E-17

Scan |Eharge |><|:|:|rr |S|:| |DeltaEn |DHF

| Peptide

3724 2 4. 2457 8275

SBEP_YPCO_019_18_27Aprl0_Sphinx_10-01-1€ #3794 RT- 2000 AV: 1 NL: 2.23E4
T: ITMS + ¢ NSI d Full ms2 783.73@cid35.
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Fragment Ladder (cyan shows
ions that match, yellow shows
ions with shoulders) : # [Immon. | b | ber [be+H20] beeNH3| bHZ0 | BNH3 | Seq | » | e+ |u++H20 | peeNH3| pHZO | oNH3 | &
1 8a.04 D | 156578 78333 | 774339 77488 154777 154875 14
2 | 4405 18707 169.06 A 145075 | 72588  FIEBS  FIFI7 143274 143373 13
3 4405 25811 24010 A 137972 0 BA0.3E  BR136 BE1ES 136171 136263 12
4 | 4405 32918 1114 A 130868 E54.84 E4584 E4E3I 129067 129165 11
512003 47621 458,20 F 123764 E1933  B1032  G1051 121963 122062 10
E | 8706  BA02E B7225 57323 M 109057 54579 B3ETFI BIT28 107256 107355 4
7 BE10 70334 B85.33  BBE L | 97653 480877 47976 48026 @ 95852 9951 &
8 11007 84040 42070 M1.70 | 41219 82239 0 82337 H 0 BE345 43223 42322 42371 84544 Q4642 7
9 | 8610 95348 47725 46324 | 46373 93/47  93B4E L ¥2639 70838 70936 6
10 87.06  10BF53 53427 52526 B2575 104952 105050 N B13.30 FI529  BOE28 5
11 E0.04 116456 57778 BESFE  BEO27  113E65 113753 S | 49926 481,25 40224 | 4
12 101.07 128262 64181 63281 | B3330  1264B1 126853 0 #1223 AE20 3
13 110,07 141968 7I034 70134 70183 140167 140265 H | 28417 714 2
14 1011 Ko 14711 12009 | 1



Error 61: YPDSF_2565 Peptide: FPSTVNAAETVAK

ORF location (reading frame : base position): PFchrom4:2913628-2914533 MS-GF p-value: 9.84E-14
Scan | Charge B |5p | DeltaCn |ORF | Peptide
2398 2 29174 57391 0.2803 PFchromd:2913628-2914533 | KLFPSTYNAAETVALT

SBEP_YPPF_011_13 20Aprl0_Sphinx_10-01-07 #2998 RT: 15.74 AV: 1 NL: 6.25E4
T: ITMS + ¢ NSI d Full ms2 669.57@cid35.
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Fragment Ladder (cyan shows

ions that match, yellow shows

ions with shoulders) : # [Immon. | b | be+ | berH20| berMH3| BH20 | BMH3 | Seq | ¢ | per | peeH20 [peeNH3[ pH20 | oNHI | 8
1 | 12008 F 133470 | BEY S5  EBEEBR  BR934  1MEEZ  137E7 | 13
2 | 7007 - 24513 P 118763 59432 58RI 8580 116362 117060 | 12
3 | B004 - 33276 314145 5 109057 HR4573 B3B3 BRIFZE  1072ZEE 107265 MM
4 | T40e | 4334 415.20 T 100354  BO2EF 49327 49376 93663 0 93651 | 10
| V203 | h32Z8 A14.27 W 0243 45175 44275 | 44324 0 BB448 | 23547 3
B | 8706 @ B4632 E28.31 B29.29 i 0343 40222 3933 39370 7854 f8E40 &
Foloa405 | F17.36 3335 70033 A £29.38 BF1.37 | BF23E 7
8 | 4405 | Fa833 FarLURC = I B T A E18.35 BO033  EBO01.32 B
9 | 10206 © 91744 45922 | 48022 @ 45071 23343 90041 E B47. 3 52930 B3028 A
10 7406 101248 BOSYS  GBO0Y4 | BO1.23 100047 100746 T 418,27 40025 - 400124 4
11 7208 111765 BBRZE  GROZY | BROYY 109354 110053 W 722 0013 0 3
12 0 4405 118853  B9480  HERY3 BIEZ23 | 117052 | 117156 A 218.145 2112 2
13010111 K. 14711 13009 |1




